In the title molecule, C 17 H 19 N 3 O 3 , the dihedral angle between the two benzene rings is 57.17 (5) . In the crystal, N-HÁ Á ÁO and N-HÁ Á ÁN hydrogen bonds connect molecules to form chains along [001] . In addition, a weak C-HÁ Á Á interaction is observed.
Related literature
For the biological activities of kresoxim-methyl {methyl 2(E)methoxyimino-2-[2-(2-tolyloxymethyl)phenyl] acetate}, which is a starting material in the synthesis of the title compound, see: Anke et al. (1977) ; Balba (2007) ; Ichinari et al. (1999) ; Grossmann & Retzlaff (1997) ; Ypema (1998) . For the crystal structure of kresoxim-methyl, see: Chopra et al. (2004) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Cg refers to the centroid of the C8-C13 phenyl ring.
Symmetry codes: (i) Àx; Ày þ 1; Àz þ 1; (ii) x; Ày þ 1; z þ 1 2 ; (iii) Àx þ 1 2 ; Ày þ 1 2 ; Àz.
Data collection: CrysAlis PRO (Oxford Diffraction, 2010); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997); software used to prepare material for publication: PLATON (Spek, 2009 In (I) ( Fig. 1 ), all bond lengths and angles are normal and correspond to those observed in the related structure (Chopra et al., 2004) . The dihedral angles formed by the two benzene rings (C8-C13/C16-C21) is 57.17 (5)°. In the crystal, molecules are connected by N-H···O and N-H···N hydrogen bonds into chains along [001] (Fig. 2 ). In addition a weak C-H···π interaction is observed.
Kresoxim-methyl (0.313 g, 0.001 mol) was dissolved in 5 ml methanol and to it hydrazine hydrate (0.1 g, 0.002 mol) solution was added and refluxed at 343K for 1 h. The reaction mixture was then cooled and solvent was removed under reduced presser to give a solid product. The compound was dissolved in methanol, and by the process of slow evaporation this crystalline compound was separated out, m.p. 397K.
Refinement
H atoms bonded to N atoms were located in a difference map and refined independently with the constraint of N-H = 0.86 (1)Å. Other H atoms were positioned geometrically and were treated as riding on their parent C atoms, with C-H distances of 0.93-0.97 Å and with U iso (H) = 1.2U eq (C) or 1.5U eq (methyl C). Part of the crystal structure viewed along the b axis. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (5) N7 0.0656 (10) 0.0306 (7) 0.0381 (7) 0.0039 (7) 0.0147 (7) 0.0031 (5) O15 0.0515 (7) 0.0461 (6) 0.0510 (7) −0.0027 (5) 0.0109 (5) 0.0143 (5) 0.0445 (9) 0.0439 (9) 0.0489 (9) 0.0101 (7) 0.0171 (7) 0.0141 (7) C13 0.0481 (9) 0.0341 (7) 0.0373 (7) 0.0075 (6) 0.0503 (9) 0.0516 (9) 0.0451 (9) −0.0055 (7) 0.0225 (7) −0.0034 (7) C8 0.0457 (8) 0.0328 (7) 0.0299 (7) 0.0028 (6) 0.0184 (6) 0.0041 (5) C2 0.0339 (7) 0.0331 (7) 0.0307 (7) 0.0043 (5) 0.0130 (6) 0.0027 (5) C5 0.0999 (15) 0.0554 (10) 0.0335 (8) 0.0123 (10) 0.0307 (9) 0.0089 (7) C1 0.0367 (7) 0.0359 (7) 0.0297 (7) 0.0058 (6) 0.0136 (6) 0.0028 (5) Geometric parameters (Å, º) 
Computing details

2-(Methoxyimino)-2-{2-[(2-methylphenoxy)methyl]phenyl}acetohydrazide
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
